 Table 1 
. Mapping statistics for LUND1 libraries. A comparison of the mapping statistics
We further evaluated the quality of the reconstructed genome by quantifying the secondary cases stemming from a single infection, and an epidemic event is inferred when 229 the value is greater than one. However, for the data at hand, R > 1 translates to lineage 230 diversification rates exceeding lineage death/extinction. Since there is no data representing 231 the period between ~1000 years ago and the emergence of the MTBC, there is much 232 uncertainty in the related estimates. From around 1300 BP the 95% HPD excludes 1, 233 indicating a positive net diversification rate, with a significant increase between 974 and 390 234 BP (odds ratio=10.00054). 264 Table S8 in Additional File 1).
265
We applied the same models as described above for the full MTBC dataset, with the (Table 3) , or the ancestor of the tree root, largely overlaps with the 95% HPD 273 range for MTBC tree height as seen in Table 2 .
274
A calibrated MCC tree ( Figure 4a ) was generated based on the BDSKY+UCLD 
319
Tuberculosis has left testaments to its history as a human pathogen in the 320 archaeological record (45), and some skeletal evidence has implied the existence of 321 tuberculosis in humans and animals pre-dating the lower 95% HPD boundary for the MTBC
322
MRCA presented here (7,8,10,46-50). However, it is important to explore the evolutionary 323 history of the MTBC through molecular data. Furthermore, it is crucial to base molecular 324 dating estimates on datasets that include ancient genomes, which expand the temporal 325 sampling window and provide data from the pre-antibiotic era. Numerous studies have found 
